
Supplementary Figure 1. Study Flowchart 

 

 

 

 

 

 

 

   

 

 

 

 

 

 

Clinical sample  

(44 of 124 provided swab) 

Additional Recruitment (N=16) 

60 women provided buccal swab samples 

DNA methylation data (N=54) Telomere data (N=54) 

6 samples discarded for 

poor sequencing quality 

5 samples had insufficient 

remaining DNA for 

telomere analysis 

1 outlier result discarded 


